There is growing concern for the health of coral reefs worldwide (Rosenberg & Loya, 2004) . Global climate changes, sea water pollution from aquaculture, oil spills and urban sewage, coral bleaching and other infectious diseases have been deemed to be the main causes of the decline of coral reefs (Hoegh-Guldberg, 2004; Hughes et al., 2003; Knowlton & Rohwer, 2003; Rosenberg & Ben-Haim, 2002; Sutherland et al., 2004) . Recent reports suggest that bacteria may also play a role in the development of coral tumours (Breitbart et al., 2005) . Coral reefs may well serve as indicators of both local environmental degradation and global climate changes.
In the present study, we analysed the taxonomic position of a novel isolate from the coral Favia favus suffering from white plague in the Eilat coral reef (Barash et al., 2005) . Pure cultures of the strain caused the coral disease in controlled aquarium experiments (Barash et al., 2005) . 16S rRNA gene sequence data positioned the novel isolate in the neighbourhood of the genus Thalassomonas (Macian et al., 2001) . The two currently recognized species of this genus, Thalassomonas viridans and Thalassomonas ganghwensis, have been isolated from oysters in the Mediterranean sea and flat tide sediments in Korea, respectively, but have not, to date, ever been implicated in coral disease. Our data suggest that strain CBMAI 722
T represents a novel species of the genus Thalassomonas.
Strain CBMAI 722
T was isolated from diseased Favia favus by crushing the coral in 10 ml sterile artificial sea water with the aid of a mortar and pestle. The diseased Favia favus was collected by SCUBA diving at Eilat in the Gulf of Aqaba, Red Sea. Strain CBMAI 722
T was grown on ZoBell 2216E agar medium (MA; Oppenheimer & ZoBell, 1952) at 20 u C for 48 h unless otherwise stated. Colony morphology was examined on cultures grown on MA by using a stereoscopic microscope. Cell morphology was examined on wet mounts via a phase-contrast microscope. Exponentially growing cells in marine broth (MB) medium were negatively stained with 1 % (w/v) uranyl acetate for electron microscopy (840A; JEOL). Sequences for 16S rRNA genes were generated on a DNA sequencer (ABI Prism 3100; Applied Biosystems) and analysed as described by Thompson et al. (2001) . The consensus sequences were assembled and phylogenetic trees were constructed based on the neighbour-joining (Saitou & Nei, 1987) , maximum-parsimony and maximum-likelihood methods using KODON 2.0 software (Applied Maths). The DNA G+C content was determined by HPLC (Tamaoka & Komagata, 1984) .
Phenotypic characterization of the isolate was performed using API 20NE (bioMérieux) and Biolog GN2 metabolic fingerprinting kits following the manufacturers' instructions with some modifications. The bacterial inocula were suspended in saline solution (3 % NaCl) containing 10 % MB for Biolog tests, whereas cell suspensions (2 % NaCl) were used for API 20NE tests. Reactions were recorded after 48 h at 30 u C. Carbon source utilization was also checked with standard basal medium as described previously (Baumann et al., 1984; Leifson, 1963; Oppenheimer & ZoBell, 1952) . Salt tolerance was evaluated in a medium consisting of 0?5 g yeast extract and 2?5 g peptone per litre of sterile distilled water (Hidaka & Sakai, 1968) . Alginate hydrolysis activity was determined using previously described methods (Sawabe et al., 1995) . Antibiograms were determined using the disc diffusion method of Acar & Goldstein (1996) using commercial discs (Oxoid). Analysis of fatty acid methyl esters was carried out as described by Huys et al. (1994) . For fatty acid analysis, cells were grown on MA for 48 h at 28 u C.
According to our 16S rRNA gene sequence analysis, strain CBMAI 722 T is a member of the family Colwelliaceae (Ivanova et al., 2004) . The closest phylogenetic neighbours of the novel isolate were T. ganghwensis KCTC 12041 T and T. viridans CECT 5083 T , with 95 and 94 % 16S rRNA gene sequence similarity, respectively (Fig. 1) . This low level of similarity suggests that strain CBMAI 722 T represents a novel branch within the family Colwelliaceae. Strain CBMAI 722 T consistently grouped with Thalassomonas species even when different tree-building methods were used (see Supplementary Fig. S1 in IJSEM Online).
T is a Gram-negative, motile, rod-shaped bacterium with a single polar flagellum (see Supplementary  Fig. S2 in IJSEM Online). Many of the cells appear to divide asymmetrically. The strain does not possess some of the main characteristics of the genus Thalassomonas such as oxidase activity and a DNA G+C value of between 42 and 48 mol%. Strain CBMAI 722
T grew well in synthetic basal sea water supplemented only with carbon sources and without the addition of yeast extract, indicating that this strain does not require organic factors for growth. Several phenotypic and chemotaxonomic features were found that can be used to discriminate strain CBMAI 722
T from its nearest phylogenetic neighbours (Table 1 ). For instance, strain CBMAI 722 T does not produce oxidase, does not possess pigment and does not grow at 15 or 37 u C, all of which are characteristics common to the other Thalassomonas species. It produces alginase, in contrast with the other Thalassomonas species. Strain CBMAI 722
T is able to utilize cellobiose and L-arginine, but T. ganghwensis is not. Previously recognized Thalassomonas species contain the fatty acid 15 : 0, but this fatty acid is not found in strain CBMAI 722 T . In addition, strain CBMAI 722
T has a higher content of fatty acid 14 : 0 than the other Thalassomonas species. The 16S rRNA sequence analysis appears to suggest that strain CBMAI 722 T may represent a new genus, but this remains to be determined in future studies with a broader collection of isolates of this novel taxon. We conclude that strain CBMAI 722 T represents a novel species for which we propose the name Thalassomonas loyana sp. nov. The type strain of this species, CBMAI 722 T (=LMG 22536 T ), was isolated from diseased coral in Eilat, Israel. 
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